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Canchim is a synthetic beef cattle developed in Brazil which have good growth
potential and tropical adaptation but suboptimal fat deposition. There are genomic
regions associated with fat deposition already described, among them the centromeric
region of BTA14. The scope of this work was to identify genomic regions associated with
backfat hickness in Canchim (5/8 Charolais + 3/8 zebu) and MA (offspring of Charolais
bulls and 1/2 Canchim + 1/2 Zebu cows) populations and to validate the association of
haplotypes of the BTA14 with backfat thickness in this population. Thirty animals with
extreme phenotypes were genotyped with the 54 K SNP chip, revealing 100 significant
SNPs contained in chromosomes 1, 2, 3, 4, 5, 6, 7, 8, 9,10,11,12,14,15,17,18,19,
20, 21, 23, 24, 27, 28 and X. Thirty-four SNPs constituted seven chromosomal regions
containing 3 or more SNPs located at intervals shorter than 9 Mb and, among these,
ten SNPs in BTA 14 were selected for validation. Genotyping in the population was
performed by the TaqMan method in families comprising more than 10 individuals with
backfat hickness information at the age of 18 months (644 animals). Validation of the
BTA14 SNPs revealed two haplotypes, one in the centromeric region and another in the
middle region of BTA14, significantly associated with fat thickness, both with additive
effects on backfat hickness. Genes located close to these two regions should be further
studied to identify potential mutations involved in backfat deposition.
